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Harpalus, Bembidion, Coccinella septempunctata). 143 144
The "MPI" assay was performed in a total volume of 10 µl containing 1.5 µl of DNA 145 extract, 1× QIAGEN Multiplex PCR Master Mix (Qiagen), each primer at its 146 corresponding concentration (Table S2a) The "MPII spiders" assay was performed in 10 µl PCRs containing 1.5 µl of DNA 153 extract, 1× Type-it Multiplex PCR Master Mix (Qiagen), each primer at its 154 corresponding concentration (Table S2b) , and 5 µg BSA. The thermocycling protocol 155 included an initial activation step of 5 min at 95°C, followed by 35 cycles of 30 s at 156 95°C, 90 s at 63.5°C and 30 s at 72°C, and 10 min at 68°C. Not all beetles testing 157 lower taxonomic level) in "MPII spiders". These predator DNA samples were 159 subsequently subjected to DNA barcoding to resolve feeding interactions thatmake results comparable to the ones of the "MPII spiders" assay. 163
164
The PCR protocol of the "MPII beetles/thrips" assay differed only slightly from the 165 "MPII spiders": 1.5 µl of DNA extract and 30 mM TMAC (Sigma-Aldrich) were used 166 in the total volume of 10 µl (plus PCR-grade water to adjust the volume); for primer 167 concentrations see Table S2c . Thermocycling conditions were as described above, but 168
with an annealing temperature of 63.5°C. A detailed description of primer sequences 169 and assay specificity can be found in 45 . All PCR products were separated and 170 visualized using the QIAxcel electrophoresis system (Qiagen) following the protocol 171 described in 45 . 172 with integer frequencies. The random matrices are filled row by row, assuming that 175 the observed frequencies are multinomially redistributed among the allowed entries, 176 making sure that the row sums and column sumsnstay the same as in the observed 177 matrix. Forbidden entries (e.g. impossible links between predator and prey) should be 178 coded by -1 in the observed matrix. 
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